Gene Set Enrichment Analysis (GSEA) shows the similarity that is found in the upregulation of genes in specific DC subsets from steady state heart to DC subsets from infarcted heart at day 7 post MI with gene clusters that are upregulated in TLR-induced and homeostatic maturation (Ardouin et al, 2016) . The resulting enrichment plots are shown in (A-C), as well as the corresponding values of normalized enrichment scores (NES) and false discovery rates (p). (A) Cluster 49 represents genes that are upregulated specifically in TLR-induced maturation. Highly significant enrichment of C49 genes is observed in cDC1s from MI d7 heart. (B) Cluster 73 and 115 represent genes upregulated both in TLR-induced and homeostatic maturation and were found to be significantly enriched in cDC2s from MI d7 heart compared to cDC2s from steady state heart. (C) Clusters 72, 73 and C115 are significantly enriched in heart moDCs at day 7 post MIcompared to heart moDCs in steady state. C72 is also enriched in TLR-induced and homeostatic maturation. Table S1a . Related to Figure 5 
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RNA sequencing
Trimmomatic was utilized for the preprocessing of the RNA-seq data. The adapters were cut off. Reads were clipped when the quality fell below 20 and were rejected when longer than 35. FastQC was performed and all samples passed quality control. Reads were plotted to the mouse reference genome via Tophat2 and calculated via HTSeqCount. R/Bioconductor was utilized to analyze the samples and data normalization was performed using the DESeq2 procedure. To identify unique cDC2 genes we filtered the normalized log2 expression table using the R package 'sqldf'. Log2 expression of cDC2s from MI heart needed to be at least 1,2 log2 value bigger than cDC2s from steady state heart. The differences between the other steady state and MI samples (cDC1s, moDCs and MFs) needed to be lower than 0,3 log2 value. Gene Set Enrichment Analysis (GSEA) were performed using GSEA GUI v2.2.3 of the Broad Institute (http://software.broadinstitute.org/gsea/downloads.jsp). We used GSEA Pre-Ranked analysis with default parameters and used all genes ordered by LogFC (MI vs StSt, upregulated gene is upregulated in MI) as ranked list.
